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<210> 1 
<211> 1751 
<212> DNA 
<213> human 

<220> 

<221> CDS 

<222> (88).. (933) 

<400> 1 

cctcactgac tataaaagaa tagagaagga agggcttcag tgaccggctg cctggctgac 60 

ttacagcagt cagactctga caggatc atg get atg atg gag gtc cag ggg gga 114 
Met Ala Met Met Glu Val Gin Gly Gly 
1 5 

ccc age ctg gga cag ace tgc gtg ctg ate gtg ate ttc aca gtg etc 162 
Pro Ser Leu Gly Gin Thr Cys Val Leu lie Val lie Phe Thr Val Leu 
10 15 20 25 

ctg cag tct etc tgt gtg get gta act tac gtg tac ttt acc aac gag 210 
Leu Gin Ser Leu Cys Val Ala Val Thr Tyr Val Tyr Phe Thr Asn Giu 
30 35 40 



ctg aag cag atg cag gac aag tac tec aaa agt ggc att get tgt ttc 258 
Leu Lys Gin Met Gin Asp Lys Tyr Ser Lys Ser Gly lie Ala Cys Phe 
45 50 55 



tta aaa gaa gat gac agt tat tgg gac ccc aat gac gaa gag agt atg 306 
Leu Lys Glu Asp Asp Ser Tyr Trp Asp Pro Asn Asp Glu Glu Ser Met 
60 65 70 

aac age ccc tgc tgg caa gtc aag tgg caa etc cgt cag etc gtt aga 354 
Asn Ser Pro Cys Trp Gin Val Lys Trp Gin Leu Arg Gin Leu Val Arg 
75 80 85 

aag atg att ttg aga acc tct gag gaa acc att tct aca gtt caa gaa 402 
Lys Met lie Leu Arg Thr Ser Glu Glu Thr lie Ser Thr Val Gin Glu 
90 95 100 105 

aag caa caa aat att tct ccc eta gtg aga gaa aga ggt cct cag aga 450 
Lys Gin Gin Asn lie Ser Pro Leu Val Arg Glu Arg Gly Pro Gin Arg 
110 115 120 

gta gca get cac ata act ggg acc aga gga aga age aac aca ttg tct 498 
Val Ala Ala His lie Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu Ser 
125 130 135 

tct cca aac tec aag aat gaa aag get ctg ggc cgc aaa ata aac tec 546 
Ser Pro Asn Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys lie Asn Ser 
140 145 150 

tgg gaa tea tea agg agt ggg cat tea ttc ctg age aac ttg cac ttg 594 
Trp Glu Ser Ser Arg Ser Gly His Ser Phe Leu Ser Asn Leu His Leu 
155 160 165 

agg aat ggt gaa ctg gtc ate cat gaa aaa ggg ttt tac tac ate tat 642 
Arg Asn Gly Glu Leu Val lie His Glu Lys Gly Phe Tyr Tyr lie Tyr 
170 175 180 185 

tec caa aca tac ttt cga ttt cag gag gaa ata aaa gaa aac aca aag 690 
Ser Gin Thr Tyr Phe Arg Phe Gin Glu- Glu lie Lys Glu Asn Thr Lys 
190 195 200 

aac gac aaa caa atg gtc caa tat att tac aaa tac aca agt tat cct 738 
Asn Asp Lys Gin Met Val Gin Tyr lie Tyr Lys Tyr Thr Ser Tyr Pro 
205 210 215 

gac cct ata ttg ttg atg aaa agt get aga aat agt tgt tgg tct aaa 7 86 
Asp Pro He Leu Leu Met Lys Ser Ala Arg Asn Ser Cys Trp Ser Lys 
220 225 230 

gat gca gaa tat gga etc tat tec ate tat caa ggg gga ata ttt gag 834 
Asp Ala Glu Tyr Gly Leu Tyr Ser He Tyr Gin Gly Gly He Phe Glu 
235 240 245 

ctt aag gaa aat gac aga att ttt gtt tct gta aca aat gag cac ttg 882 
Leu Lys Glu Asn Asp Arg He Phe Val Ser Val Thr Asn Glu His Leu 
250 255 260 265 

ata gac atg gac cat gaa gee agt ttt ttc ggg gec ttt tta gtt ggc 930 
He Asp Met Asp His Glu Ala Ser Phe Phe Gly Ala Phe Leu Val Gly 
270 275 280 

taa ctgacctgga aagaaaaagc aataacctca aagtgactat tcagttttca 983 
ggatgataca ctatgaagat gtttcaaaaa atctgaccaa aacaaacaaa cagaaaacag 1043 



2 



aaaacaaaaa aacctctatg caatctgagt agagcagcca caaccaaaaa attctacaac 1103 
acacactgtt ctgaaagtga ctcacttatc ccaagaaaat gaaattgctg aaagatcttt 1163 
caggactcta cctcatatca gtttgctagc agaaatctag aagactgtca gcttccaaac 1223 
attaatgcaa tggttaacat cttctgtctt tataatctac tccttgtaaa gactgtagaa 1283 
gaaagcgcaa caatccatct ctcaagtagt gtatcacagt agtagcctcc aggtttcctt 1343 
aagggacaac atccttaagt caaaagagag aagaggcacc actaaaagat cgcagtttgc 1403 
ctggtgcagt ggctcacacc tgtaatccca acattttggg aacccaaggt gggtagatca 1463 
cgagatcaag agatcaagac catagtgacc aacatagtga aaccccatct ctactgaaag 1523 
tgcaaaaatt agctgggtgt gttggcacat gcctgtagtc ccagctactt gagaggctga 1583 
ggcaggagaa tcgtttgaac ccgggaggca gaggttgcag tgtggtgaga tcatgccact 1643 
acactccagc ctggcgacag agcgagactt ggtttcaaaa aaaaaaaaaa aaaaaaactt 1703 
cagtaagtac gtgttatttt tttcaataaa attctattac agtatgtc 1751 



<210> 2 
<211> 281 
<212> PRT 
<213> human 

<400> 2 

Met Ala Met Met Glu Val Gin Gly Gly Pro Ser Leu Gly Gin Thr Cys 
15 10 15 

Val Leu lie Val lie Phe Thr Val Leu Leu Gin Ser Leu Cys Val Ala 
20 25 30 

Val Thr Tyr Val Tyr Phe Thr Asn Glu Leu Lys Gin Met Gin Asp Lys 
35 40 45 

Tyr Ser Lys Ser Gly lie Ala Cys Phe Leu Lys Glu Asp Asp Ser Tyr 
50 55 60 

Trp Asp Pro Asn Asp Glu Glu Ser Met Asn Ser Pro Cys Trp Gin Val 
65 70 75 80 

Lys Trp Gin Leu Arg Gin Leu Val Arg Lys Met lie Leu Arg Thr Ser 



Glu Glu Thr He Ser Thr Val Gin Glu Lys Gin Gin Asn He Ser Pro 
100 105 110 

Leu Val Arg Glu Arg Gly Pro Gin Arg Val Ala Ala His He Thr Gly 
115 120 125 

Thr Arg Gly Arg Ser Asn Thr Leu Ser Ser Pro Asn Ser Lys Asn Glu 
130 135 140 



3 



& 



Lys Ala Leu Gly Arg Lys 
145 150 

His Ser Phe Leu Ser Asn 
165 

His Glu Lys Gly Phe Tyr 
180 

Gin Glu Glu He Lys Glu 
195 

Tyr lie Tyr Lys Tyr Thr 
210 

Ser Ala Arg Asn Ser Cys 
225 230 

Ser He Tyr Gin Gly Gly 
245 

Phe Val Ser Val Thr Asn 
260 

Ser Phe Phe Gly Ala Phe 
275 



<210> 3 
<211> 1521 
<212> DNA 
<213> human 

<220> 
<221> CDS 
<222> (78) . . (383) 

<400> 3 

aattccggaa tagagaagga agggcttcag tgaccggctg cctggctgac ttacagcagt 60 

cagactctga caggatc atg get atg atg gag gtc cag ggg gga ccc age 110 
Met Ala Met Met Glu Val Gin Gly Gly Pro Ser 
15 10 

ctg gga cag acc tgc gtg ctg ate gtg ate ttc aca gtg etc ctg cag 158 
Leu Gly Gin Thr Cys Val Leu He Val He Phe Thr Val Leu Leu Gin 
15 20 25 

tct etc tgt gtg get gta act tac gtg tac ttt acc aac gag ctg aag 206 
Ser Leu Cys Val Ala Val Thr Tyr Val Tyr Phe Thr Asn Glu Leu Lys 
30 35 40 

cag atg cag gac aag tac tec aaa agt ggc att get tgt ttc tta aaa 254 
Gin Met Gin Asp Lys Tyr Ser Lys Ser Gly lie Ala Cys Fhe Leu Lys 
45 50 " 55 

gaa gat gac agt tat tgg gac ccc aat gac gaa gag agt atg aac age 3 02 
Glu Asp Asp Ser Tyr Trp Asp Pro Asn Asp Glu Glu Ser Met Asn Ser 
60 65 70 75 



Ser Trp Glu Ser Ser Arg Ser Gly 
155 160 



Leu Arg Asn Gly Glu Leu Val He 
170 175 



i Tyr Ser Gin Thr Tyr Phe Arg Phe 
185 190 



Asn Thr 
200 



Lys Asn Asp Lys Gin Met Val Gin 
205 



Ser Tyr 
215 



Pro Asp Pro He Leu Leu Met Lys 
220 



• Lys Asp Ala Glu Tyr Gly Leu Tyr 
235 240 



s Glu Leu Lys Glu Asn Asp Arg He 
250 255 



Leu He Asp Met Asp His Glu Ala 
265 270 



Leu Val < 
280 



4 



o 



0 



ccc tgc tgg caa gtc aag tgg caa etc cgt cag etc gtt aga aag act 350 
Pro Cys Trp Gin Val Lys Trp Gin Leu Arg Gin Leu Val Arg Lys Thr 
80 85 90 

cca aga atg aaa agg etc tgg gee gca aaa taa actcctggga atcatcaagg 403 
Pro Arg Met Lys Arg Leu Trp Ala Ala Lys 
95 100 

agtgggcatt cattcctgag caacttgcac ttgaggaatg gtgaactggt catccatgaa 463 

aaagggtttt actacatcta ttcccaaaca tactttcgat ttcaggagga aataaaagaa 523 

aacacaaaga acgacaaaca aatggtccaa tatatttaca aatacacaag ttatcctgac 583 

cctatattgt tgatgaaaag tgctagaaat agttgttggt etaaagatge agaatatgga 643 

ctctattcca tctatcaagg gggaatattt gagcttaagg aaaatgacag aatttttgtt 703 

tctgtaacaa atgagcactt gatagacatg gaccatgaag ccagtttttt eggggecttt 763 

ttagttggct aactgacctg gaaagaaaaa gcaataacct caaagtgact attcagtttt 823 

caggatgata cactatgaag atgtttcaaa aaatctgacc aaaacaaaca aacagaaaac 883 

agaaaacaaa aaaacctcta tgcaatctga gtagagcagc cacaaccaaa aaattctaca 943 

acacacactg ttctgaaagt gactcactta tcccaagaga atgaaattgc tgaaagatct 1003 

ttcaggactc tacctcatat cagtttgeta gcagaaatct agaagactgt cagcttccaa 1063 

acattaatgc agtggttaac atcttctgtc tttataatct actccttgta aagactgtag 1123 

aagaaagege aacaatccat ctctcaagta gtgtatcaca gtagtagect ccaggtttcc 1183 

ttaagggaca acatccttaa gtcaaaagag agaagaggca ccactaaaag atcgcagttt 1243 

gcctggtgca gtggctcaca cctgtaatcc caacattttg ggaacccaag gtgggtagat 1303 

cacgagatca agagatcaag accatagtga ccaacatagt gaaaccccat ctctactgaa 1363 

agtgcaaaaa ttagctgggt gtgttggcac atgcctgtag tcccagctac ttgagaggct 1423 

gaggcaggag aatcgtttga accegggagg cagaggttgc agtgtggtga gatcatgeca 1483 

ctacactcca gcctggcgac agagegagae ttggtttc 1521 

<210> 4 
<211> 101 
<212> PRT 
<213> human 

<400> 4 

Met Ala Met Met Glu Val Gin Gly Gly Pro Ser Leu Gly Gin Thr Cys 
15 10 15 

Val Leu He Val He Phe Thr Val Deu Leu Gin Ser Leu Cys Val Ala 
20 25 30 



5 



Val Thr Tyr Val Tyr Phe Thr Asn Glu Leu Lys Gin Met Gin Asp Lys 
35 40 45 

Tyr Ser Lys Ser Gly lie Ala Cys Phe Leu Lys Glu Asp Asp Ser Tyr 



Trp Asp Pro Asn Asp Glu Glu Ser Met Asn Ser Pro Cys Trp Gin Val 
65 70 75 80 

Lys Trp Gin Leu Arg Gin Leu Val Arg Lys Thr Pro Arg Met Lys Arg 
85 90 95 

Leu Trp Ala Ala Lys 
100 



<210> 5 
<211> 1366 
<212> DNA 
<213> murine 

<220> 

<221> CDS 

<222> (47) . . (919) 

<400> 5 

tgctgggctg caagtctgca ttgggaagtc agacctggac agcagt atg cct tec 

Met Pro Ser 



tea ggg gec ctg aag gac etc age ttc agt cag cac ttc agg atg atg 103 
Ser Gly Ala Leu Lys Asp Leu Ser Phe Ser Gin His Phe Arg Met Met 



gtg att tgc ata gtg etc ctg cag gtg etc ctg cag get gtg tct gtg 151 
Val He Cys He Val Leu Leu Gin Val Leu Leu Gin Ala Val Ser Val 
20 25 30 35 

get gtg act tac atg tac ttc ace aac gag atg aag cag ctg cag gac 199 
Ala Val Thr Tyr Met Tyr Phe Thr Asn Glu Met Lys Gin Leu Gin Asp 
40 45 50 

aat tac tec aaa att gga eta get tgc ttc tea aag acg gat gag gat 247 
Asn Tyr Ser Lys He Gly Leu Ala Cys Phe Ser Lys Thr Asp Glu Asp 
55 60 65 

ttc tgg gac tec act gat gga gag ate ttg aac aga ccc tgc ttg cag 295 
Phe Trp Asp Ser Thr Asp Gly Glu He Leu Asn Arg Pro Cys Leu Gin 
70 75 80 

gtt aag agg caa ctg tat cag etc att gaa gag gtg act ttg aga ace 343 
Val Lys Arg Gin Leu Tyr Gin Leu He Glu Glu Val Thr Leu Arg Thr 
85 90 95 

ttt cag gac ace att tct aca gtt cca gaa aag cag eta agt act cct 391 
Phe Gin Asp Thr He Ser Thr Val Pro Glu Lys Gin Leu Ser Thr Pro 
100 105 110 115 
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ccc ttg ccc aga ggt gga aga cct cag aaa gtg gca get cac att act 439 
Pro Leu Pro Arg Gly Gly Arg Pro Gin Lys Val Ala Ala His lie Thr 
120 125 130 

ggg ate act egg aga age aac tea get tta att cca ate tec aag gat 487 
Gly lie Thr Arg Arg Ser Asn Ser Ala Leu lie Pro lie Ser Lys Asp 
135 140 145 

gga aag acc tta ggc cag aag att gaa tec tgg gag tec tct egg aaa 535 
Gly Lys Thr Leu Gly Gin Lys lie Glu Ser Trp Glu Ser Ser Arg Lys 
150 155 160 

ggg cat tea ttt etc aac cac gtg etc ttt agg aat gga gag ctg gtc 583 
Gly His Ser Phe Leu Asn His Val Leu Phe Arg Asn Gly Glu Leu Val 
165 170 175 

ate gag cag gag ggc ctg tat tac ate tat tec caa aca tac ttc cga 631 
lie Glu Gin Glu Gly Leu Tyr Tyr lie Tyr Ser Gin Thr Tyr Phe Arg 
180 185 190 195 

ttt cag gaa get gaa gac get tec aag atg gtc tea aag gac aag gtg 679 
Phe Gin Glu Ala Glu Asp Ala Ser Lys Met Val Ser Lys Asp Lys Val 
200 205 210 

aga acc aaa cag ctg gtg cag tac ate tac aag tac acc age tat ccg 727 
Arg Thr Lys Gin Leu Val Gin Tyr lie Tyr Lys Tyr Thr Ser Tyr Pro 
215 220 225 

gat ccc ata gtg etc atg aag age gee aga aac age tgt tgg tec aga 775 
Asp Pro lie Val Leu Met Lys Ser Ala Arg Asn Ser Cys Trp Ser Arg 
230 235 240 

gat gec gag tac gga ctg tac tec ate tat cag gga gga ttg ttc gag 823 
Asp Ala Glu Tyr Gly Leu Tyr Ser lie Tyr Gin Gly Gly Leu Phe Glu 
245 250 255 

eta aaa aaa aat gac agg att ttt gtt tct gtg aca aat gaa cat ttg 871 
Leu Lys Lys Asn Asp Arg lie Phe Val Ser Val Thr Asn Glu His Leu 
260 265 270 275 

atg gac ctg gat caa gaa gec age ttc ttt gga gec ttt tta att aac 919 
Met Asp Leu Asp Gin Glu Ala Ser Phe Phe Gly Ala Phe Leu He Asn 
280 285 290 



taaatgacca gtaaagatca aacacagccc 
geatgectgg aaagcgactg aactggttag 
agatgtgaca gaaaggcagc tggaactcag 
acttteggtg tttcatcgag agacttgett 
ttcaatgatc tacctggtat cagtttgcag 
ttatgeaaca attgacaatt ttcacctttg 
ctcacaagct gtgtgcagac caggatagct 
atatctcacc tactaaaaaa aaaaaaa 



taaagtaccc agtaatcttc taggttgaag 979 
gatatggect ggctgtagaa acctcaggac 1039 
cagegacagg ccaacagtcc agccacagac 1099 
tctttccgca aaatgagatc actgtagect 1159 
agatctagaa gaegtccagt ttctaaatat 1219 
ttatctggtc caggggtgta aagccaagtg 1279 
atgaatgcag gtcagcataa aaatcacaga 1339 
1366 



<210> 6 
<211> 291 
<212> PRT 
<213> murine 

Met°Pro Ser Ser Gly Ma Leu Lys Asp Leu Ser Phe Ser Gin His Phe 

Arg Met Met Val lie Cys lie Val Leu Leu Gin Val Leu Leu Gin Ala 
20 25 



Val Ala Val Thr Tyr Met Tyr Phe Thr Asn Glu Met Lys Gin 
35 40 45 

Leu Gin Asp Asn Tyr Ser Lys He Gly Leu Ala Cys Phe Ser Lys Thr 



Val Ser 

35 



Asp Glu Asp Phe Trp Asp Ser Thr Asp Gly Glu He Leu Asn Arg Pro 

65 70 
Cys Leu Gin Val Lys Arg Gin Leu Tyr Gin Leu lie Glu Glu Val Thr 

85 90 
Leu Arg Thr Phe Gin Asp Thr lie Ser Thr Val Pro Glu Lys Gin Leu 

100 105 
Ser Thr Pro Pro Leu Pro Arg Gly Gly Arg Pro Gin Lys Val Ala Ala 

115 I 20 125 

His lie Thr Gly He Thr Arg Arg Ser Asn Ser Ala Leu He Pro He 
130 140 



Ser Lys 
145 



Asp Gly Lys Thr Leu Gly Gin Lys He Glu Ser Trp Glu Ser 



150 155 



Gly His Ser Phe Leu Asn His Val Leu Phe Arg Asn Gly 
170 175 

Glu Leu Val He Glu Gin Glu Gly Leu Tyr Tyr He Tyr Ser Gin Thr 
180 185 

Tyr Phe Arg Phe Gin Glu Ala Glu Asp Ala Ser Lys Met Val Ser Lys 
195 200 205 

Asp Lys Val Arg Thr Lys Gin Leu Val Gin Tyr He Tyr Lys Tyr Thr 
210 215 220 

Ser Tyr Pro Asp Pro He Val Leu Met Lys Ser Ala Arg Asn Ser Cys 
im 235 ^ u 



Trp Ser Arg Asp Ala Glu Tyr Gly Leu Tyr Ser He Tyr Gin Gly Gly 
-245 250 

Leu Phe Glu Leu Lys Lys Asn Asp Arg He Phe Val Ser Val Thr Asn 
260 265 270 

Glu His Leu Met Asp Leu Asp Gin Glu Ala Ser Phe Phe Gly Ala Phe 
275 280 



0 



Leu lie Asn 
290 



<210> 7 
<211> 8 
<212> PRT 
<213> synthetic 

<400> 7 

Asp Tyr Lys Asp Asp Asp Asp Lys 
1 5 



<210> 8 
<211> 17 
<212> PRT 

<213> conserved peptide 
<400> 8 

Leu Val Val Xaa Xaa Xaa Gly Leu Tyr Tyr Val Tyr Xaa Gin Val Xaa 
1 5 10 15 

Phe 



<210> 9 

<211> 32 

<212> PRT 

<213> CMV leader 



<400> 9 

Met Ala Arg Arg Leu Trp He Leu Ser Leu Leu Ala Val Thr Leu Thr 
15 10 15 



Val Ala Leu Ala Ala Pro Ser Gin Lys Ser Lys Arg Arg Thr Ser Ser 



<210> 10 
<211> 759 
<212> DNA 

<213> synthetic fusion 

<220> 

<221> CDS 

<222> (1) . . (759) 

<400> 10 



20 



25 



30 



9 



atg get aca ggc tec egg acg tec ctg etc ctg get ttt ggc ctg etc 48 
Met Ala Thr Gly Ser Arg Thr Ser Leu Leu Leu Ala Phe Gly Leu Leu 
15 10 15 

tgc ctg ccc tgg ctt caa gag ggc agt gca act agt tct gac cgt atg 96 
Cys Leu Pro Trp Leu Gin Glu Gly Ser Ala Thr Ser Ser Asp Arg Met 
20 25 30 

aaa cag ata gag gat aag ate gaa gag ate eta agt aag att tat cat 144 
Lys Gin lie Glu Asp Lys lie Glu Glu lie Leu Ser Lys lie Tyr His 
35 40 45 

ata gag aat gaa ate gec cgt ate aaa aag ctg att ggc gag egg act 192 
lie Glu Asn Glu He Ala Arg lie Lys Lys Leu He Gly Glu Arg Thr 
50 55 60 

aga tct ace tct gag gaa acc att tct aca gtt caa gaa aag caa caa 240 
Arg Ser Thr Ser Glu Glu Thr He Ser Thr Val Gin Glu Lys Gin Gin 
65 70 75 80 

aat att tct ccc eta gtg aga gaa aga ggt cct cag aga gta gca get 288 
Asn He Ser Pro Leu Val Arg Glu Arg Gly Pro Gin Arg Val Ala Ala 
85 90 95 

cac ata act ggg acc aga gga aga age aac aca ttg tct tct cca aac 336 
His He Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu Ser Ser Pro Asn 
100 105 110 

tec aag aat gaa aag get ctg ggc cgc aaa ata aac tec tgg gaa tea 384 
Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys He Asn Ser Trp Glu Ser 
115 120 125 

tea agg agt ggg cat tea ttc ctg age aac ttg cac ttg agg aat ggt 432 
Ser Arg Ser Gly His Ser Phe Leu Ser Asn Leu His Leu Arg Asn Gly 
130 135 140 

gaa ctg gtc ate cat gaa aaa ggg ttt tac tac ate tat tec caa aca 480 
Glu Leu Val He His Glu Lys Gly Phe Tyr Tyr He Tyr Ser Gin Thr 
145 150 155 160 

tac ttt cga ttt cag gag gaa ata aaa gaa aac aca aag aac gac aaa 528 
Tyr Phe Arg Phe Gin Glu Glu He Lys Glu Asn Thr Lys Asn Asp Lys 
165 170 175 

caa atg gtc caa tat att tac aaa tac aca agt tat cct gac cct ata 576 
Gin Met Val Gin Tyr He Tyr Lys Tyr Thr Ser Tyr Pro Asp Pro He 
180 185 190 

ttg ttg atg aaa agt get aga aat agt tgt tgg tct aaa gat gca gaa 624 
Leu Leu Met Lys Ser Ala Arg Asn Ser Cys Trp Ser Lys Asp Ala Glu 
195 200 205 

tat gga etc tat tec ate tat caa ggg gga ata ttt gag ctt aag gaa 672 
Tyr Gly Leu Tyr Ser He Tyr Gin Gly Gly He Phe Glu Leu Lys Glu 
210 215 220 

aat gac aga att ttt gtt tct gta aca aat gag cac ttg ata gac atg 720 
Asn Asp Arg He Phe Val Ser Val Thr Asn Glu His Leu He Asp Met 
225 230 235 240 
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gac cat gaa gcc 
Asp His Glu Ala 



agt ttt 
Ser Phe 
245 



ttc ggg gcc ttt 
Phe Gly Ala Phe 
250 



tta 
Leu 



gtt 

Val 



ggc 

Gly 



759 



<210> 11 
<211> 253 
<212> PRT 

<213> synthetic fusion 
<400> 11 

Met Ala Thr Gly Ser Arg Thr Ser Leu Leu Leu Ala Phe Gly Leu Leu 
15 10 15 

Cys Leu Pro Trp Leu Gin Glu Gly Ser Ala Thr Ser Ser Asp Arg Met 
20 25 30 

Lys Gin lie Glu Asp Lys lie Glu Glu lie Leu Ser Lys lie Tyr His 
35 40 45 

He Glu Asn Glu He Ala Arg He Lys Lys Leu He Gly Glu Arg Thr 
50 55 60 

Arg Ser Thr Ser Glu Glu Thr He Ser Thr Val Gin Glu Lys Gin Gin 
65 70 75 ' 80 

Asn He Ser Pro Leu Val Arg Glu Arg Gly Pro Gin Arg Val Ala Ala 
85 90 95 

His He Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu Ser Ser Pro Asn 
100 105 no 

Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys He Asn Ser Trp Glu Ser 
115 120 125 

Ser Arg Ser Gly His Ser Phe Leu Ser Asn Leu His Leu Arg Asn Gly 
130 135 140 

Glu Leu Val He His Glu Lys Gly Phe Tyr Tyr He Tyr Ser Gin Thr 
145 150 155 160 

Tyr Phe Arg Phe Gin Glu Glu He Lys Glu Asn Thr Lys Asn Asp Lys 
165 170 175 

Gin Met Val Gin Tyr He Tyr Lys Tyr Thr Ser Tyr Pro Asp Pro He 
180 185 190 

Leu Leu Met Lys Ser Ala Arg Asn Ser Cys Trp Ser Lys Asp Ala Glu 
195 200 205 

Tyr Gly Leu Tyr Ser He Tyr Gin Gly Gly He Phe Glu Leu Lys Glu 
210 215 220 

Asn Asp Arg He Phe Val Ser Val Thr Asn Glu His Leu He Asp Met 
225 230 235 240 

Asp His Glu Ala Ser Phe Phe Gly Ala Phe Leu Val Gly 



245 



250 
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<210> 12 
<211> 768 
<212> DNA 

<213> synthetic fusion 

<220> 

<221> CDS 

<222> (1) . . (768) 

<400> 12 

atg get egg agg eta tgg ate ttg age tta tta gee gtg ace ttg acg 48 
Met Ala Arg Arg Leu Trp lie Leu Ser Leu Leu Ala Val Thr Leu Thr 
1 5 10 15 

gtg get ttg gcg gca cct tct cag aaa teg aag cgc agg act agt tct 96 
Val Ala Leu Ala Ala Pro Ser Gin Lys Ser Lys Arg Arg Thr Ser Ser 
20 25 30 

gac cgt atg aaa cag ata gag gat aag ate gaa gag ate eta agt aag 144 
Asp Arg Met Lys Gin lie Glu Asp Lys lie Glu Glu lie Leu Ser Lys 



att tat cat ata gag aat gaa ate gec cgt ate aaa aag ctg att ggc 192 
lie Tyr His lie Glu Asn Glu lie Ala Arg lie Lys Lys Leu lie Gly 
50 55 60 

gag egg act aga tct acc tct gag gaa acc att tct aca gtt caa gaa 240 
Glu Arg Thr Arg Ser Thr Ser Glu Glu Thr lie Ser Thr Val Gin Glu 
65 70 75 80 

aag caa caa aat att tct ccc eta gtg aga gaa aga ggt cct cag aga 288 
Lys Gin Gin Asn lie Ser Pro Leu Val Arg Glu Arg Gly Pro Gin Arg 



gta gca get cac ata act ggg acc aga gga aga age aac aca ttg tct 336 
Val Ala Ala His lie Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu Ser 
100 105 110 

tct cca aac tec aag aat gaa aag get ctg ggc cgc aaa ata aac tec 384 
Ser Pro Asn Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys lie Asn Ser 
115 120 125 

tgg gaa tea tea agg agt ggg cat tea ttc ctg age aac ttg cac ttg 432 
Trp Glu Ser Ser Arg Ser Gly His Ser Phe Leu Ser Asn Leu His Leu 
130 135 140 

agg aat ggt gaa ctg gtc ate cat gaa aaa ggg ttt tac tac ate tat 480 
Arg Asn Gly Glu Leu Val lie His Glu Lys Gly Phe Tyr Tyr lie Tyr 
145 150 155 160 

tec caa aca tac ttt cga ttt cag gag gaa ata aaa gaa aac aca aag 528 
Ser Gin Thr Tyr Phe Arg Phe Gin Glu Glu lie Lys Glu Asn Thr Lys 
165 170 175 

aac gac aaa caa atg gtc caa tat att tac aaa tac aca agt tat cct 57 6 
Asn Asp Lys Gin Met Val Gin Tyr lie Tyr Lys Tyr Thr Ser Tyr Pro 
180 185 190 
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gac cct ata ttg ttg atg aaa agt get aga aat agt tgt tgg tct aaa 624 

Asp Pro lie Leu Leu Met Lys Ser Ala Arg Asn Ser Cys Trp Ser Lys 
195 200 205 

gat gca gaa tat gga etc tat tec ate tat caa ggg gga ata ttt gag 672 

Asp Ala Glu Tyr Gly Leu Tyr Ser lie Tyr Gin Gly Gly lie Phe Glu 
210 215 220 

ctt aag gaa aat gac aga att ttt gtt tct gta aca aat gag cac ttg 720 

Leu Lys Glu Asn Asp Arg He Phe Val Ser Val Thr Asn Glu His Leu 

225 230 235 240 

ata gac atg gac cat gaa gec agt ttt ttc ggg gec ttt tta gtt ggc 768 

He Asp Met Asp His Glu Ala Ser Phe Phe Gly Ala Phe Leu Val Gly 

245 250 255 



<210> 13 
<211> 256 
<212> PRT 

<213> synthetic fusion 
<400> 13 

Met Ala Arg Arg Leu Trp He Leu Ser Leu Leu Ala Val Thr Leu Thr 
15 10 15 

Val Ala Leu Ala Ala Pro Ser Gin Lys Ser Lys Arg Arg Thr Ser Ser 
20 25 30 

Asp Arg Met Lys Gin He Glu Asp Lys He Glu Glu He Leu Ser Lys 
35 40 45 

He Tyr His He Glu Asn Glu He Ala Arg He Lys Lys Leu He Gly 
50 55 60 

Glu Arg Thr Arg Ser Thr Ser Glu Glu Thr He Ser Thr Val Gin Glu 
65 70 75 80 

Lys Gin Gin Asn He Ser Pro Leu Val Arg Glu Arg Gly Pro Gin Arg 
85 90 95 

Val Ala Ala His He Thr Gly Thr Arg Gly Arg Ser Asn Thr Leu Ser 
100 105 HO 

Ser Pro Asn Ser Lys Asn Glu Lys Ala Leu Gly Arg Lys He Asn Ser 
115 120 125 

Trp Glu Ser Ser Arg Ser Gly His Ser Phe Leu Ser Asn Leu His Leu 
130 135 140 

Arg Asn Gly Glu Leu Val He His Glu Lys Gly Phe Tyr Tyr He Tyr 
145 150 155 160 

Ser Gin Thr Tyr Phe Arg Phe Gin Glu Glu He Lys Glu Asn Thr Lys 
165 170 175 

Asn Asp Lys Gin Met Val Gin Tyr He Tyr Lys Tyr Thr Ser Tyr Pro 
180 185 * 190 
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Asp Pro lie Leu Leu Met Lys Ser Ala Arg Asn Ser Cys Trp Ser Lys 
195 200 205 

Asp Ala Glu Tyr Gly Leu Tyr Ser lie Tyr Gin Gly Gly He Phe Glu 
210 215 220 

Leu Lys Glu Asn Asp Arg lie Phe Val Ser Val Thr Asn Glu His Leu 
225 230 235 

His Glu Ala Ser Phe Phe Gly Ala Phe Leu Val Gly 
245 



<210> 14 

<211> 27 

<212> PRT 

<213> LZ peptide 

^Asp'val Ala Ser Leu Arg Gin Gin Val Glu Ala Leu Gin Gly Gin 



5 

Val Gin His Leu Gin Ala Ala Phe Ser Gin Tyr 



<210> 15 

<211> 34 

<212> PRT 

<213> LZ peptide 



Asp°Arg 5 Met Lys Gin lie Glu Asp Lys lie Glu Glu He Leu Ser Lys 
His lie Glu Asn Glu lie Ala Arg lie Lys Lys Leu He Gly 



<210> 16 

<211> 28 

<212> PRT 

<213> LZ peptide 

Ser°Leu 6 Ala Ser Leu Arg Gin Gin Leu Glu Ala Leu Gin Gly Gin Leu 
1 5 10 . " 

Gin His Leu Gin Ala Ala Leu Ser Gin Leu Gly Glu 
20 25 



<210> 17 

<211> 28 

<212> PRT 

<213> LZ peptide 
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<400> 17 

Ser He Ala Ser He Arg Gin Gin 
1 5 

Gin His He Gin Ala Ala He Ser 
20 



He Glu Ala He Gin Gly Gin He 
10 15 

Gin He Gly Glu 
25 



<210> 18 
<211> 77 
<212> DNA 
<213> GH Leader 

<400> 18 



ftggctacag gctcccggac gtccctgtcc tggcttttgg cctgctctgc ctgccctggc 60 

77 

ttcaagaggg cagtgca 



<210> 19 
<211> 26 
<212> PRT 
<213> GH Leader 



<400> 19 

Met Ala Thr Gly Ser Arg Thr Ser 
1 5 

Cys Leu Pro Trp Leu Gin Glu Gly 
20 



Leu Leu Leu Ala Phe Gly Leu Leu 
10 15 

Ser Ala 
25 



<210> 20 
<211> 9 
<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: art if i 
peptide 

<400> 20 

Cys Asp Cys Arg Gly Asp Cys Phe Cys 
1 5 



<210> 21 
<211> 13 
<212> PRT 

<213> Artificial Sequence 

<223> Description of Artificial Sequence: artificial 
peptide 

Cy^As^Gly Arg Cys Val Ser Gly Cys Ala Gly Arg Cys 
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<210> 22 
<211> 6 
<212> PRT 

<213> Artificial Sequence 



<223> Description of Artificial Sequence: artificial 
peptide 

<400> 22 

Asn Gly Arg Ala His Ala 
1 5 



<210> 23 
<211> 9 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: artificial 
peptide 

<400> 23 

Cys Val Leu Asn Gly Arg Met Glu Cys 
1 5 



<210> 24 
<211> 5 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: artificial 
peptide 

<400> 24 

Cys Asn Gly Arg Cys 
1 5 



<210> 25 

<211> 20 

<212> PRT 

<213> Homo sapiens 

<400> 25 

Met Gly Thr Asp Thr Leu Leu Leu Trp Val Leu Leu Leu Trp Val Pro 
15 10 15 

Gly Ser Thr Gly 
20 
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